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Analysis _of molecular mechanism involved in 3D genome structure in the
progression of malignant lymphoma

Miyazaki, Kazuko
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Using our mouse model of malignant lymphoma (1d2/1d3 dKO), we not only
compared normal and lymphoma cells, but also examined gene expression, epigenetic changes and
genomic structural change during the progression from the activated/precancerous state to lymphoma
cells. In the precancerous state, activation of enhancers like super-enhancers, which amplify the
expression of target genes, were induced but was not accompanied by changes in 3D genome structure,
including TADs and chromatin compartments. On the other hand, with the oncogenic transformation of
cells, the activity of enhancers and other factors were conversely reduced, but the genomic
structure, including changes in TAD structure, was greatly altered, suggesting that a specific gene
expression program is triggered. Further analysis is required to determine how these chromatin
changes are induced and how they contribute to the regulation of expression of tumor suppressor
genes and other genes.
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